ABSTRACT Shiga toxin-producing Escherichia coli O157:H7 is a foodborne pathogen and is responsible for outbreaks of human gastroenteritis. This report documents the draft genome sequences of nine O157:H7 cattle strains, which were identified to be PCR positive for a Shiga toxin gene but displayed different levels of functional toxin activity.
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SRA accession no. Sequencing metrics were obtained using the PacBio RS II platform.
c N 50 , minimum contig length required to cover 50% of the total genome size.
d
Genome annotation was performed using the NCBI Prokaryotic Genome Annotation Pipeline.
e
In silico serotype and stx subtype were confirmed by PCR (15, 16) .
f Cytotoxicity was determined with a fluorescent Vero cell-based assay (17, 18) .
g Sample enrichments were screened for stx genes by real-time PCR, and positive samples were further analyzed using selective chromogenic medium (5).
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Volume 8 Issue 27 e00644-19 mra.asm.org 2 of 5,441,700 bp, with either 50.5% or 50.6% GϩC content ( Table 1) . Analysis of methylation patterns revealed the DNA motifs GATC, GAAABCC, CACNNNNNNNCTGG, and CCAGNNNNNNNGTG to be 98 to 99% methylated (an m6A modification occurred at the nucleotide in bold). The cattle strains harbored only one copy of the stx 2c -carrying prophage, which was inserted in the chromosomal sbcB gene, an insertion site commonly used by stx 2c prophages in virulent O157:H7 strains (13) . Only strain RM10024 tested positive for cytotoxic activity (Table 1) , but all other O157:H7 cattle strains tested negative due to the presence of the insertion sequence variant IS1203v (14) in the coding sequence of the catalytic A-subunit of Stx. The whole-genome sequencing information of O157:H7 cattle strains, recovered during a short time period and discrete sampling location in a major agricultural region, has provided an explanation for the variability in Stx activity and has set the foundation for future studies on the persistence of strains with an attenuated pathogenic potential. Data availability. The assembled sequences and sequencing reads have been deposited at DDBJ/ENA/GenBank and the NCBI Sequence Read Archive, respectively, under the accession numbers listed in Table 1 .
